
William J. Bruno

2357 Botulph Rd.
Santa Fe, NM 87505

Home: (505) 983–9543
wbruno@gmail.com

Education
University of California at Berkeley

Ph.D. in Physics 1990
Thesis: “Vibrationally enhanced hydrogen tunneling in enzymatic reactions.”
Advisor: William Bialek, Departments of Physics and Biophysics.

M.A. in Physics 1987

Massachusetts Institute of Technology
B.S. in Math 1985
B.S. in Physics Elected ΣΠΣ. Honors thesis advisor: Philip Morrison. 1985

Employment History
New Mexico Consortium, Los Alamos, NM 11/2014 –

Research Scientist, part-time
Collaboration with Los Alamos National Laboratory on NIH-funded project to
study calcium ion channels through modeling and experiments.

SciTransTech, LLC, Santa Fe, NM 1/2016 –
Founder/Consultant
Consult on technical documents and perform site surveys to measure electro-
magnetic interference (EMI) and make mitigation recommendations.

Freelance tutor approved in 10 subjects on Wyzant.com 10/2013 –
Paid tutor of high school, college, and grad students in Kansas & New Mexico.
Wyzant rating of 4.8 stars out of 5.0 based on 26 students tutored to date.

Consultant, Lawrence, KS 9/2012–8/2014
Bioinformatics and technical consulting, including genomic data mining.
Primary customer: Gyrasol Technology LLC, Lawrence KS
under sub-contract, project for Mapp Biopharmaceutical, San Diego CA.

University of Kansas, Dept. of Physics & Astronomy 6/2012–7/2012
Lecturer, PHSX 115 (College Physics II, accelerated summer semester)

Los Alamos National Laboratory 1994–2000



Theoretical Biology and Biophysics Group Staff Scientist & 2002–4/2012

DNA Mining, Informatics Software LLC, Tesuque, NM 2000–2002
Founder and Chief Scientific Officer

Department of Energy 1992–1994
Distinguished Human Genome Postdoctoral Fellowship

Los Alamos National Laboratory 1990–1992
Postdoctoral Fellow

University of California at Berkeley 1985–1990
Research Assistant & Teaching Assistant, Dept. of Physics

Massachusetts Institute of Technology E.S.G. Program 1982–1985
Tutor and grader for students in independent study program.

Recent Presentations & Extramural Activities
University of Kansas Physics & Astronomy Dept. Colloquium: Oct. 1,
2012
“Cellphones and cancer: could conductive DNA play a role?”
Los Alamos Theoretical Biology & Biophysics Seminar: Aug. 3, 2011
“What do photon energies and densities tell us about cellphone safety”
Electric Power Research Institute (EPRI), Palo Alto, CA Jul. 12–13, 2011
Panelist, International Expert Workshop on RF Fields Health Research
University of Utah, Department of Electrical Engineering Seminar Apr. 8,
2011
“Biological Effects of Electromagnetic Fields” (host: Prof. Om Gandhi)
Biophysical Society Meeting Poster Mar. 5–9, 2011
“A predicted mechanism for biological effects of RF
electromagnetic fields: piezoelectric rectification,” Abstract: Biophys. J. 100(3)
Suppl. 1: 623a
Los Alamos Theoretical Biology & Biophysics Seminar: Oct. 13, 2010
“’Frequentist’ p-values from bootstrapped trees”
Princeton University Symposium in Honor of Bill Bialek, Nov. 6, 2010
“Animal Survival Skills and the Senses You Didn’t Know You Had”

Previous Seminar & Lecture Venues
Society for Molecular Biology & Evolution • Society of Systematic Biologists • Gor-
don Research Conferences • Mathematics & Molecular Biology • Critical Assessment
of Structure Prediction (CASP) • Newton Institute • Santa Fe Institute • Aspen



Center for Physics • U.C. Santa Cruz • Rensselaer Polytechnic Institute • Boston
University • University of New Mexico • National Center for Genome Resources •
NEC Research Institute • U.S. Defense Threat Reduction Agency • OpenEye Sci-
entific Software • Aventis Pharmaceuticals (Bridgewater) • Structural Genomix

Reviewer
Proceedings of the National Academy of Sciences (USA) • Journal of the Royal
Society of London B • PLoS Pathogens • Journal of Molecular Biology • BioMed
Central Evolutionary Biology • Molecular Biology and Evolution • Bioinformatics
• Journal of Molecular Evolution • Systematic Biology • IEEE Transactions on
Computational Biology and Bioinformatics • Physica D • Applied Bioinformatics •
Biological Procedures Online • Intelligent Systems for Molecular Biology (ISMB) •
Pacific Symposium on Biocomputing (PSB)

Previous Extramural Committee Service
World Health Organization (WHO), Geneva 10/31–11/1, 2003
Temporary Advisor, Consultation on SARS Vaccine R&D

Albuquerque Technical Vocational Inst.’s Biotech Program Advisory Com-
mittee 2001

University of California System Industry-UC Cooperative Research Program
1998

Life Sciences Informatics Task Force & BioStar Grant Review Committee

Grants, Awards & Honors
DOE Computational Structural Biology Initiative Grant: 1996-2000
“Sequence-Structure Relationships: Quantifying Residue Fitness through Phyloge-
netic Analysis of Homologous Protein Sequences with Known Structure,” P.I.
Los Alamos National Laboratory Distinguished Performance Award

1993

National Science Foundation Graduate Research Fellowship 1985-88

Apker Award Finalist, American Physical Society 1985

Putnam Exam Honorable Mention, Mathematical Association of America
1985
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Multiple Pairs of Sequences.” J. Mol. Evol. 45: 696–703 (1997).

Balding, D. J., W. J. Bruno, E. Knill, & D. C. Torney, “A Comparative Study of
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Scientists Mentored, Hosted or Supervised

Subsequent positions

Lars Arvestad, Ph.D., hosted graduate student Senior Scientist, KTH
Stockholm Bioinformatics Center

Senior Lecturer, Stockholm Univ., Dept. Comp. Biol.

Aaron L. Halpern, Ph.D., mentored postdoc U. New Mexico faculty
Celera Genomics

J. Craig Venter Institute
The Center for Advancement of Genomics, MD

Complete Genomics, Mountain View, CA



Jeffrey Koshi, Ph.D., sponsored postdoc Cereon Genomics, Cambridge, MA
Monsanto Technology, St. Louis

Prof. David Pollock, sponsored postdoc Asst. Prof. Biology, Louisiana
State Univ.

Assoc. Prof., U. Colorado Med. School

Prof. Ian Holmes, hosted postdoc Lecturer, Statistics, Oxford Univ.
Assoc. Professor, Bioenginering, U.C. Berkeley

Selected Software Packages Created
Weighbor: a fast, unbiased distance-based phylogeny reconstruction method. Im-

plemented by Dr. Nick D. Socci who is now at Memorial Sloan-Kettering Cancer
Center. Testing software by Dr. Aaron L. Halpern, who is now at Complete Ge-
nomics.

Rind: a rigorous alternative to sequence weights, using maximum likelihood on a
tree to estimate site specific frequencies for large multiple alignments. Iteratively
improves evolutionary model and tree.

CoRind: generalizes Rind to detect covariation of pairs of sites in an alignment.
Can predict structural contact in many cases. Statistical interface by Dr. Aaron L.
Halpern.

Setter: Tunable evolutionary model for blast nucleotide scoring matrices with graph-
ical front-end for Blast. Implemented by Dr. Wim Hordijk.

Branch_boot: Computes rigorous p-values from phylogenetic bootstrap replicate
trees.


